In the title compound, C 13 H 10 BrNO 2 , the mean plane of the non-H atoms of the central amide C-N-C( O)-C fragment (r.m.s. deviation = 0.004 Å ) forms a dihedral angle of 73.97 (12) with the hydroxy-substituted benzene ring and 25. 42 (19) with the bromo-substituted benzene ring. The two aromatic rings are inclined to one another by 80.7 (2) . In the crystal, molecules are linked by O-HÁ Á ÁO and N-HÁ Á ÁO hydrogen bonds, forming chains along [010]. The chains are linked by weak C-HÁ Á ÁO hydrogen bonds, forming sheets parallel to (100), and enclosing R 3 3 (17) and R 3 2 (9) ring motifs.
Related literature
For the antiprotozoal and antimicrobial properties of phenylbenzamides, see: Ríos Martínez et al. (2014); Ş ener et al. (2000) . For active metabolites of benzoxazoles, see: Mobinikhaledi et al. (2006) . For studies of phenylbenzamides as inhibitors of tyrosine kinases, see : Capdeville et al. (2002) . For studies of phenylbenzamides as inducers of apoptosis in biological processes, see: Olsson et al. (2002) . For related structures, see : Fun et al. (2012) ; Hibbert et al. (1998) . 
Data collection
Nonius KappaCCD diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.537, T max = 0.662 21458 measured reflections 2490 independent reflections 1664 reflections with I > 2(I) Table 1 Hydrogen-bond geometry (Å , ). (Farrugia, 2012) and Mercury (Macrae et al., 2008) ; software used to prepare material for publication: WinGX (Farrugia, 2012) .
S1. Comment
The crystal structure determination of the title compound (I), is part of a study on phenylbenzamides carried out in our research group, and they are synthesized from the reaction of picryl benzoates with 2-hydroxy-aniline. These compounds have received extensive attention because of their antiprotozoal (Ríos Martínez et al., 2014) and anti-microbialactivity (Şener et al., 2000) , and as active metabolites of benzoxazoles (Mobinikhaledi et al., 2006) . They have also been studied as inhibitors of tyrosine kinases (Capdeville et al., 2002) and inducers of apoptosis in the tumor development process (Olsson et al., 2002) . Similar compounds to (I) have been reported in the literature, viz. 4-bromo-N-phenylbenzamide (II) (Fun et al., 2012) and 2-hydroxy-N-benzoylaniline (III) (Hibbert et al., 1998) .
The molecular structure of (I) is shown in Fig In the crystal of (I), molecules are linked by O-H···O and N-H···O hydrogen bonds of medium-strength and weak C-H···O intermolecular contacts forming sheets parallel to (100) ( Table 1 and Fig. 2 ). The O2-HO2···O1 hydrogen bonds are responsible for crystal growth in the b direction. In this interaction, the hydroxy O2-HO2 group in the molecule at (x, y, z) acts as a hydrogen-bond donor to atom O1 of the carbonyl group at (x ,-y-3/2, z-1/2). In turn, the N1-H1···O1 hydrogen bonds and weak C6-H6···O2 interactions, complement crystal growth in the c direction (see Fig. 2 ). The N1-H1 group of the amide moiety in the molecule at (x ,y, z) acts as hydrogen bond donor to carbonyl atom O1 in the molecule at (x, -y-1/2, z-1/2) and the C6-H6 group in the molecule at (x, y, z) acts as a hydrogen bond donor to atom O2 in the molecule at (x, y+1 ,z). Very likely, these interactions are responsible for the twist of the rings with respect to the central amide moiety. The combination of these interactions generate edge-fused R 3 3 (17) and R 3 2 (9) ring motifs.
S2. Experimental
4-bromobenzoate 2,4,6-trinitrophenyl (0.050 g, 0.117 mmol) and 2-hydroxyaniline (0.0254 g) in molar ratio 1:2, were dissolved in 15 mL of toluene and mixed for 6 h under reflux and constant stirring. On completion of the reaction part of the solvent was evaporated and a crystalline black solid was obtained. [m.p.: 454 (1) K].
S3. Refinement
The The molecular structure of the title compound (I), with atom labelling. Displacement ellipsoids are drawn at the 50% probability level. Table 1 for details [symmetry codes: (i) x, -y-3/2, z-1/2; (ii) x, -y-1/2, z-1/2; (iii) x, y+1, z].
4-Bromo-N-(2-hydroxyphenyl)benzamide
Crystal data Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of
) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

